ABSTRACT Arcobacter skirrowii is a species of veterinary importance, originally recovered from the feces, aborted fetuses, and preputial fluids of livestock. We present here the whole-genome sequence of the A. skirrowii type strain LMG 6621 (ϭ 449/ 80 T ϭ CCUG 10374 T ), isolated in the United Kingdom from a lamb diarrheal fecal sample.
. These features and the genome sequence were used to create a preliminary GenBank-formatted file, which was entered into Artemis version 16 (17) to manually curate the start codon of each putative coding sequence and identify putative pseudogenes. Annotation was accomplished through a BLASTP comparison of the strain LMG 6621 T proteome against proteins in the following two databases: the NCBI nonredundant (nr) database and a custom database that includes proteomes from all completed Arcobacter and Campylobacter genomes. Annotation calls were also verified through an analysis of Pfam motifs (18) . Three genomic islands encoding type IIP restriction/modification systems were identified in the LMG 6621 T chromosome. Two islands (ϳ97.9 kb and ϳ42.8 kb) are predicted to also encode a type VI secretion system and a P-type type IV conjugative transfer system, respectively. The third island (ϳ23 kb) also contains four transpositionrelated genes, suggesting that this island may be a mobile element. The LMG 6621 T genome is predicted to encode a type III CRISPR-Cas system. No plasmids were identified in the LMG 6621 T genome. Data availability. The complete genome sequence of A. skirrowii strain LMG 6621 T has been deposited in GenBank under the accession number CP032099. The 454, HiSeq, and PacBio sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) under the accession number SRP155172.
